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Visualizing analysis of bioinformatics software research
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Abstract; Taking the web of science database as the data source, we analyzed visually the literatures about
bioinformatics software published in Nucleic Acids Research Journal through CiteSpace and UCINET, the research
effort, author teams, highly cited authors, knowledge base, journal distribution, research focuses and fronts in this
field are explored to provide necessarys references for bioinformatics software research and development.
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171 2000 0.18 BERMAN HM, 2000, NUCLEIC ACIDS RES, V28, P235, DOI 10.1093/NAR/28.1.235
146 1997 0.35 ALTSCHUL SF, 1997, NUCLEIC ACIDS RES, V25, P3389, DOI 10.1093/NAR/25.17.3389
105 2000 0.36 ASHBURNER M, 2000, NAT GENET, V25, P25

91 1990 0.34 ALTSCHUL SF, 1990, J MOL BIOL, V215, P403, DOI 10.1006/JMBI.1990.9999

63 1994 0.13 THOMPSON JD, 1994, NUCLEIC ACIDS RES, V22, P4673, DOI 10.1093/NAR/22.22.4673
49 1995 0.1 MURZIN AG, 1995, J MOL BIOL, V247, P536, DOI 10.1016/50022-2836(05)80134~-2
45 2004 0.03 EDGAR RC, 2004, NUCLEIC ACIDS RES, V32, P1792, DOI 10.1093/NAR/GKH340
41 1997 0.04 ALTSCHUL SF, 1997, NUCLEIC ACIDS RES, V25, P3402
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Table 3 High central literatures of bioinformatics software research
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91 1990 0.34 ALTSCHUL SF, 1990, J MOL BIOL, V215, P403, DOI 10.1006/JMBI.1990.9999

30 1995 0.27 BENJAMINI Y, 1995, J ROY STAT SOC B MET, V57, P289

171 2000 0.18 BERMAN HM, 2000, NUCLEIC ACIDS RES, V28, P235, DOI 10.1093/NAR/28.1.235
19 2006 0.18 HULL D, 2006, NUCLEIC ACIDS RES, V34, | DOI 10.1093/NAR/GKL320

36 2003 0.16 BOECKMANN B, 2003, NUCLEIC ACIDS RES, V31, P365, DOI10.1093/NAR/GKG095
31 2004 0.16 AL-SHAHROUR F, 2004, BIOINFORMATICS, V20, P578, DOI10.1093/BIOINFORMATICS/BTG455
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